Variation of the proportion rhythmic orthologs/all orthologs in mouse lung as a function of the number of mouse orthologs detected rhythmic, for each method applied to the mouse lung dataset. The benchmark gene set is composed of mouse-rat orthologs, detected rhythmic in rat lung by the GeneCycle method with default p-value ≤ 0.01. The black line is the Naive method which orders genes according to their median expression levels (median of time-points), from highest expressed to lowest expressed gene, then, for each gene, calculates the proportion of rhythmic orthologs among those with higher expression. Rings correspond to a p-value threshold of 0.01, diamonds correspond to a FDR threshold of 0.05 (a) or 0. Fig S16. Variation of the proportion rhythmic orthologs/all orthologs in baboon as a function of the number of mouse orthologs detected rhythmic, for each method applied to the baboon lung (a), lung (b), and kidney (c) dataset. The benchmark gene set is composed of baboon-mouse orthologs, detected rhythmic in the homologous tissue of mouse by the ARS method with default p-value ≤ 0.05.
